ABSTRACT EleanorGeorge, Mattes, and Spikelee are mycobacteriophages isolated from different soil samples using Mycobacterium smegmatis mc 2 155 as the host. Each was obtained using direct isolation techniques, purified, and then sequenced. Based on sequence similarity, all three belong to the F1 subcluster and are temperate phages.
according to Clustal W Omega multiple sequence alignment (16) (97.85% similarity between Mattes and EleanorGeorge using default settings for protein alignments; 22% similarity of Mattes and EleanorGeorge to Spikelee). Many of the genes in the second half of these genomes cannot be assigned functions, and this region is the source of the greatest variability on genome maps. Some notable exceptions are multiple genes encoding glycosyltransferase, galactosyltransferase, and methylase proteins. Continued exploration of cluster F phage genomes may elucidate additional novel genes in the second half of the genomes.
Data availability. The genome sequences reported here have been deposited in GenBank under the accession numbers listed in Table 1 (BioProject number PRJNA488469). The SRA numbers are also provided in Table 1 .
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